Title: US- 10 -666-513 -2 

Perfect score: 259 

Sequence: 1 TKLEDHLEGI INIGHQYSVR ELKQLGTKELPKTLQNXKDQ 50 



Scoring table: BLOSUM62 

Gapop 10.0 



Gapext 0 . 5 



Searched: 



2002273 seqs, 358729299 residues 



Total number of hits satisfying chosen parameters: 2002273 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_2 3Sep04 : * 



1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Title : US-10-666-513-2 
Perfect score: 259 

Sequence: 1 TKLEDHLEGI INIGHQYSVR ELKQLGTKELPKTLQNXKDQ 50 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 478139 seqs, 66318000 residues 

Total number of hits satisfying chosen parameters: -4 78139 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB .pep : * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB .pep : * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB .pep : * 

5 : / cgn2_6 /pt oda t a/ 1 / i aa / PCTUS_COMB . pep : * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Title: 

Perfect score: 
Sequence : 



US-10-666-513-2 
259 

1 TKLEDHLEGI INIGHQYSVR 



ELKQLGTKELPKTLQNXKDQ 50 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1608061 seqs, 361289386 residues 

Total number of hits satisfying chosen parameters: 1608061 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/l/pubpaa/PCT_NEW_PUB.pep:* 

3 : /cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2__6/ptodata/l/pubpaa/US06_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB . pep : * 

6 : /cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB . pep : * 

7 : /cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/l/pubpaa/US09A_PUBC0MB . pep : * 

10 : /cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB.pep: * 

1 1 : /cgn2_6 /p todat a/ l/pubpaa/US 0 9C_PUBCOMB . pep : * 

12 : /cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB.pep:* 

13 : /cgn2_6/ptodata/l/pubpaa/US10AJPUBCOMB .pep : * 

14 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB.pep:* 

15 : /cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB.pep: * 

16 : /cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB.pep: * 

17 : /cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB . pep : * 

18 : /cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB . pep : * 

19 : /cgn2_6/ptodata/l/pubpaa/US60_NEW_PUB . pep : * 

20: /cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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No. Score Match Length DB ID Description 
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Title: 

Perfect score: 
Sequence : 



US-10-666-513-2 
259 

1 TKLEDHLEGI INIGHQYSVR ELKQLGTKELPKTLQNXKDQ 50 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: -283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : PIR_79:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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Title: US-10-666-513-2 
Perfect score: 259 

Sequence: 1 TKLEDHLEGI INIGHQYSVR ELKQLGTKELPKTLQNXKDQ 50 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1825181 seqs , 575374646 residues 

Total number of hits satisfying chosen parameters: 1825181. 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt__02 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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Result Query 
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